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ABSTRACT
Although the route to generate microRNAs (miRNAs)
is often depicted as a linear series of sequential
and constitutive cleavages, we now appreciate multiple alternative pathways as well as diverse strategies to modulate their processing and function. Here,
we identify an unusually profound regulatory role
of conserved loop sequences in vertebrate pre-mir144, which are essential for its cleavage by the Dicer
RNase III enzyme in human and zebrafish models.
Our data indicate that pre-mir-144 dicing is positively
regulated via its terminal loop, and involves the ILF3
complex (NF90 and its partner NF45/ILF2). We provide further evidence that this regulatory switch involves reshaping of the pre-mir-144 apical loop into
a structure that is appropriate for Dicer cleavage. In
light of our recent findings that mir-144 promotes
the nuclear biogenesis of its neighbor mir-451, these
data extend the complex hierarchy of nuclear and
cytoplasmic regulatory events that can control the
maturation of clustered miRNAs.
INTRODUCTION
microRNAs (miRNAs) are an abundant family of ∼22 nucleotide (nt) RNAs, that mediate broad gene regulatory networks across diverse eukaryotic species, especially in plants
and animals (1,2). In the canonical metazoan pathway, a
primary miRNA (pri-miRNA) hairpin is first cleaved in the
nucleus by the ‘Microprocessor’ complex, composed of the
RNase III enzyme Drosha and its double-stranded RNA
binding (dsRBD) partner DGCR8. This reaction releases
the pre-miRNA hairpin, which is exported by Exportin-5 to
the cytoplasm, where it is subsequently cleaved near its terminal loop by the RNase III enzyme Dicer to yield a small
* To

RNA duplex. This is loaded into an Argonaute effector, and
matured to a single-stranded miRNA complex that seeks
complementary targets for regulation. In addition, a variety of non-canonical miRNA substrates are known, including, a variety of pathways that can bypass Drosha, Dicer, or
both, to yield functional miRNA species (3,4).
Although schematic pathways for miRNA biogenesis often imply a uniform and inexorable flow from precursor to
effector complex, it is well-appreciated that all biological
systems are subject to regulation. Over time, this has proven
to be the case with the miRNA pathway as well, for which
many different aspects are entry points for either positive or
negative regulation that can collectively impact the efficacy
and duration of the silencing reaction, on a global scale or
on a miRNA-specific scale (5,6). A foundational concept
for regulated miRNA biogenesis emerged with the control
of let-7 maturation by Lin-28 family proteins. In this setting,
sequence-specific recognition of pre-let-7 loop by Lin-28
proteins inhibits let-7 maturation (7–11), owing to recruitment of terminal uridyltransferase (TUTase) enzymes that
promote pre-let-7 turnover (12–14). Based on this precedent, a number of other RNA binding proteins (RBPs)
have been shown to associate with specific pri-miRNA or
pre-miRNA targets to modulate miRNA biogenesis (5,6).
Still, it is presumed that the full range of regulated miRNA
biogenesis controlled by sequence-specific RBP interactions
has only been partially elucidated, based on observations
that (1) a substantial fraction of miRNA loci contain conserved loop sequences that imply constraint for RBP association (15), (2) largescale crosslinking-immunoprecipitation
(CLIP) surveys indicate >100 RBPs interact with specific
sets of pri-miRNAs in cells (16), and (3) largescale in vitro
binding studies of miRNA precursors with cell lysates similarly recover dozens of relatively specific RBP:miRNA interactions (17).
Interleukin enhancer-binding factor 3 (ILF3) is one such
factor that has been linked to control of miRNA biogenesis
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NAs and accumulation of their pri-miRNAs (19). Since
both ILF3 isoforms contain two dsRBDs, it is plausible
that NF90/110 proteins associate with double stranded portions of pri-miRNA hairpins. Subsequent studies broadened the concept that ILF3 associates with several dozen
pri-miRNA loci (16), presumably interacting via doublestranded stem regions, and functions to suppress nuclear
pri-miRNA cleavage (18,49,50).
In this study, we report that conserved sequences within
the mir-144 terminal loop play essential roles to gate its
dicing. Mechanistically, our data indicate that pre-mir-144
requires reshaping of the junction of the distal stem and
the terminal loop into a base-paired form that is competent for in vivo dicing. We also provide evidence that the
ILF3 complex (NF90/ILF2) positively regulates pre-mir144 dicing, in contrast to its reported role as an antagonist
of miRNA biogenesis. Altogether, we demonstrate a critical
post-transcriptional regulatory axis that governs miRNA
maturation.
MATERIALS AND METHODS
Constructs
Plasmids for expression of all the miRNAs used in this study
were constructed by inserting amplified DNA fragments
containing the miRNA precursors from genomic DNA of
HEK293T cells between Bgl II and Xho I sites downstream
of a CMV promoter. The luciferase plasmids containing
bulge or perfect miRNA sensors were constructed by inserting annealed DNA oligonucleotides containing miRNA
sensor sequences between Nhe I and Xba I (for bulge sensors) or Xho I and Xba I (for perfect sensors) sites in the
3 UTR of the firefly luciferase gene (84). The lentiviral
shRNA plasmids were constructed by inserting annealed
DNA oligonucleotides containing shRNA sequences between BamH I and Xba I site downstream of a U6 promoter. The cDNA plasmids for miRNA pathway factors
were constructed by inserting amplified DNA fragments
containing the ORF sequences from genomic DNA of
HEK293T cells between Mlu I and Not I/Xba I sites downstream of a HA or Flag tag following a CMV promoter.
All the details and oligonucleotide sequences used to clone
these constructs are listed in Supplementary Table S1.
Cell culture
HEK293T cells were grown in DME-high glucose media containing 10% FBS, 1% non-essential amino acids,
1% sodium pyruvate, penicillin/streptomycin, L-glutamate,
and 0.1% 2-mercaptoethanol. K562 cells were grown
in RPMI1640 media containing 10% FBS and 1%
penicillin/streptomycin. Mycoplasma contaminations were
regularly tested for the cell lines.
Sensor assays
Transient transfection of the HEK293T cells with miRNA
expressing plasmids (150–200 ng/well) and luciferase plasmids containing miRNA sensors (15 ng/well) was performed in 24-well cell culture plates using Lipofectamine2000 (Thermo Fisher) according to the manufacturer’s protocol. Cells were harvested 24 h post-transfection
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(16,18,19). In fact, ILF3 is documented as a multifunctional
nucleic acid binding protein with highly diverse regulatory
roles, and is referred to by multiple names in the literature. ILF3 generates isoforms termed nuclear factor 90/110
(NF90/110), which refer to the fact that NF90 and its heterodimeric partner NF45 (also known as ILF2) were originally identified from affinity purification of nuclear factors
that interact with the NFAT binding site in the interleukin2 promoter (20,21). NF90 was subsequently isolated as the
M-phase phosphoprotein MPP4 (22) and NF110 was identified in the CCAAT box transcription factor complex as
an RNA-binding component CBTF98/122 (23). One or
both isoforms were isolated as translation control proteins
TCP80/110 (24,25), as DRBP76, a dsRNA binding protein phosphorylated by interferon-inducible PKR (26), as
NFAR1/2, nuclear factors that associate with dsRNA via
the dsRNA-dependent kinase PKR (27). In this study, we
generally utilize the locus name ILF3 (28) but refer to NF90
or NF110 during isoform-specific tests; we will also generally refer to their common heterodimeric partner as ILF2.
Overall, the biochemical functions and molecular pathways associated to ILF3 are myriad, and continue to expand
(29). A shortlist of these activities reads like a who’s who of
fundamental gene regulatory processes, including but not
limited to, transcriptional regulation (20,23,30), control of
mitosis (31), repair of DNA breaks (32), miRNA biogenesis (33,34), splicing (35,36), ribosome maturation (37), regulation of circular RNA (38,39), transposon suppression
(40), translational regulation (41,42), promotion of RNA
stability (43), and inhibition of RNA editing (44). Consistent with such diverse functions, ILF3 mouse knockouts are
perinatal lethal (45) and transgenic NF90/45 overexpression mice exhibit severe phenotypes including muscle atrophy (19). Nevertheless, it is challenging to rationalize how
ILF3 obtains target specificity across all of these diverse regulatory transactions, and it is conceivable that some of the
consequences of its modulation are due to a combination of
direct and indirect effects. Thus, elucidation of how direct
interactions of ILF3 with substrates might underlie regulatory effects, and perhaps obtaining separation of function
proteins, is paramount when dealing with a highly multifunctional factor.
Relevant to this study is the fact that ILF3 has been
connected to regulation of miRNA maturation (16,34).
Again, the potential links within even this single pathway are myriad, and the consequences of ILF3 in miRNA
production are inconsistent across the collected literature.
NF90 associates with two core components of the canonical miRNA biogenesis pathway, the pre-miRNA export
factor Exportin-5 (46) and the Drosha partner DGCR8
(47). While these associations might not necessarily be of
functional consequence, the binding of NF90/45 complex
was reported to inhibit nuclear processing of multiple primary miRNA transcripts in a transcription-independent
manner, potentially by direct interaction with pri-miRNA
transcripts (48). Of note, the latter study did not detect
association of NF90/45 with either DGCR8 or Drosha,
and suggested that the impact of NF90/45 on nuclear
miRNA biogenesis was competitive with that of the Microprocessor (48). Reciprocally, transgenic expression of
NF90/45 in mice led to suppression of many mature miR-
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and then Firefly and Renilla luciferase (co-transfected as
reference gene) activities were measured using the Dual-Glo
luciferase assay system (Promega).
Knockdown assay using shRNAs

Quantitative RT-PCR (qRT-PCR)
Total RNAs (1 g) were extracted using Trizol, and used
for cDNA preparation by DNase I treatment and reverse
transcription using SuperScript III Reverse Transcriptase
(Invitrogen). qPCR reactions were performed using SYBR
Select master mix (Life Technologies). Data were normalized to GAPDH amplification. Three replicates were done
for qPCR. Primer sequences for qPCR are listed in Supplementary Table S1.
Co-immunoprecipitation assay

Western blotting
K562 cells were harvested and lysed for separation on
4–20% Mini-PROTEAN TGX Precast Protein Gels (BioRad) and then transferred to a PVDF membrane. The
blots were probed for 2 h at room temperature with rabbit polyclonal anti-ILF3 antibodies (Gunter Meister lab) diluted to 1:1000 or rabbit polyclonal anti-BUD13 antibodies
(Bethyl Laboratories) diluted to 1:1000, or mouse monoclonal anti-␤-tubulin antibodies (DSHB) diluted to 1:2000
and then incubated with a secondary antibody conjugated
to horseradish peroxidase diluted to 1:5000. The signal was
detected with Amersham ECL Prime Western Blotting Detection Reagent.

HEK293T cells grown in six-well plate were transiently cotransfected with plasmids (1 g for each) encoding for HANF90 and Flag-tagged miRNA pathway factors or control
gene. After 48 hr, the cells were washed with phosphatebuffered saline (PBS) and harvested in lysis buffer containing 50 mM Tris–HCl [pH 7.4], 150 mM NaCl, 1 mM EDTA,
1% Triton X-100 and protease inhibitor cocktail. After rotation at 4◦ C for 20 min, each lysate was clarified by centrifugation at 14 000 × g at 4◦ C for 15 min. A total of 500 l supernatant was mixed with 10 l of anti-HA magnetic beads
(Thermo Fisher) at room temperature for 2 h. The beads
were washed four times with Tris-buffered saline (TBS) and
used for Western blotting analysis.
To test the RNA dependence of protein complexes, we
added 100 U/ml RNase T1 and 40 g/ml RNase A to the
IP products after 2 h incubation, and placed them at 37◦ C
for 20 min. Then the products were washed four times with
Tris-buffered saline (TBS) before Western analysis.

The pre-miRNAs were prepared from the microprocessing
assay of the corresponding pri-miRNAs as described in our
previous paper (51). The in vitro Dicer cleavage assays were
done in a 30 l reaction mixture containing 20 mM PIPES
(pH 6.5), 1.5 mM MgCl2 , 80 mM NaCl, 1 mM DTT, 10%
glycerol, 1 U/l of RNase inhibitor, 10 l of IP-purified
Flag-Dicer/TRBP complex and 2 l of pre-miRNAs. Reactions were incubated at 37◦ C for 20 min. The reactions
were stopped by adding 30 l of 2× Gel Loading Buffer II.
After heating at 95◦ C for 5 min, the samples were analyzed
by Northern blotting.

Northern blotting

Purification of recombinant NF90 and NF45 proteins

To detect miRNAs from cultured cells, total RNA was prepared using Trizol reagent (Invitrogen). Equal amounts of

Recombinant NF90 and NF45 protein fragments were expressed as N-terminal GST fusion proteins in Escherichia

In vitro Dicer cleavage assay
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To knockdown ILF3 in K562 cells, we transduced cells with
lentiviral shRNA constructs. Lentiviral particles containing control or target shRNAs were produced by transfecting HEK293T cells with pMD2.G (400 ng/well), psPAX2
(800 ng/well) and the lentiviral shRNA plasmids (800
ng/well) using Lipofectamine 2000 (Thermo Fisher) in sixwell plates. Cell culture supernatants were collected 48 hr
after transfection and filtered through a 0.45 m filtration
membrane. K562 cells grown in six-well plates were then
infected using lentiviral shRNA particles and selected by
puromycin (4 g/mL) for 4–5 days, and the surviving cells
were collected for total RNA extraction.
To knockdown ILF3 in HEK293T cells, 2 g of scramble or ILF3 targeting shRNAs were transiently transfected
to HEK293T cells cultured in 6-well plates for 48 hr, then
transfected with 400 ng of miRNA constructs. Cells were
collected after 30 hr before extracting total RNA for analysis.

total RNAs (10–15 g) were denatured at 95◦ C and fractionated by electrophoresis on a 20% urea polyacrylamide
gel. Then the gel was transferred to GeneScreen Plus membrane (Perkin Elmer), UV-crosslinked and baked at 80◦ C
for 30 min and then hybridized with ␥ -32 P-labeled probes
at 42◦ C overnight. Probe sequences are listed in Supplementary Table S1.
To detect zebrafish miRNAs, a total of 20 injected embryos were collected at the indicated time points. Total
RNA was extracted using Trizol (Invitrogen) and resuspended in formamide. Loading buffer 2× (8 M urea, 50 mM
EDTA, 0.2 mg/ml bromophenol blue, 0.2 mg/ml xylene
cyanol) was added and the samples were boiled for 5 min
at 95◦ C. miRNAs were separated in 15% denaturing urea
polyacrylamide gel in 1× TBE and then were transferred to
a Zeta-Probe blotting membrane (Bio-Rad) using a semidry Trans-Blot SD (Bio-Rad) at 20 V (0.68A) for 35 min.
Membranes were UV cross-linked and pre-hybridized with
ExpressHyb Hybridization Solution (Clontech) for 1 h at
50◦ C. Membranes were blotted with 5 32 P-radiolabeled
DNA oligonucleotide probes at 30◦ C overnight. Membranes hybridized with oligonucleotide DNA probes where
washed at room temperature with 2X SSC/0.1% SDS followed by 1× SSC/0.1% SDS for 15 min. The blots were
exposed to a phosphorimaging screen for 1–3 days. Signal
was detected using the Typhoon FLA 7000 phosphorimager
(GE Healthcare Life technologies) and analyzed using the
ImageQuant TL software (GE Healthcare).
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Gel shift assay
Pre-miRNAs (1 pmol for each) were prepared as above from
microprocessing assays and treated using CIP (NEB) in a
20 l reaction system and then inactivated at 80◦ C for 2
min. The pre-miRNAs were then radioactively labeled as
follows: 20 l of de-phosphorylated RNA, 3 l of 10x T4
PNK buffer, 3 l of 32 P-␥ -ATP, 1 l of T4 PNK (NEB) in
a 30 l reaction system and incubated at 37◦ C for 30 min.
RNA were then purified by G-25 spin column (Fisher Scientific) and EDTA was added to 0.1 mM. RNA was heated
to 95◦ C for 2 min and immediately chilled on ice. These oligos were incubated with different amounts (0, 0.5 or 2 ug) of
recombinant NF90/45 proteins, 4 l of 5× EMSA binding
buffer (5×: 100 mM HEPES pH 7.9, 375 mM KCl, 2.5 mM
DTT, 0.05% Tween 20, 50% glycerol), and water up to 20
l. The binding reaction was incubated on ice for 30 min,
followed by the addition of 2 l of BlueJuice gel loading
buffer (Invitrogen). Samples were then resolved on the prerun 6% TBE retardation gel (ThermoFisher) at 100 V and
then imaged.
RNA Bind-N-Seq (RBNS)
Two 15 cm culture dishes of confluent HEK293 culture
were harvested and lysed in 1 ml IP lysis buffer (50 mM
Tris–HCl, pH 7.5, 300 mM KCl, 1 mM AEBFS, 1 mM
DTT, 0.5% (v/v) NP-40). Insoluble material was pelleted
by centrifugation (20 000 × g, 4◦ C, 15 min) and the supernatant transferred to a fresh reaction tube containing 20 l
Protein G Sepharose (GE Healthcare) prebound to antiNF90/NF110 antibody from 20 l rabbit antiserum. The
binding reaction was incubated at 4◦ C for 2–3 h while agitating. The beads were then washed three times with 1 ml
IP wash buffer (50 mM Tris–HCl, pH 7.5, 300 mM KCl,
0.05% (v/v) NP40). The immunoprecipitated proteins were
used directly in an RNA-selection reaction by resuspending
the beads in 400 l binding buffer (25 mM Tris–Cl pH 7.5,
150 mM KCl, 3 mM MgCl2 , 0.01% (v/v) NP-40, 1 mg/ml
BSA, 1 mM DTT, 5% (v/v) glycerol, 15 g/ml heparin and
0.1 U/l Ribolock) and adding 15 g of an RNA-pool with
the sequence N14 GUUU. The binding reaction was incubated for 30 minutes at room temperature while rotating.
The selected RNA molecules were sequentially ligated
to a 3 DNA adaptor (AAACTGGAATTCTCGGGTGC
CAAGG-Amino-C7) and a 5 RNA adaptor containing a T7 promoter sequence (GUUCAGUAAUACGA
CUCACUAUAGGG). The ligated product was reverse
transcribed using the First Strand cDNA Synthesis Kit
(Thermo Fisher) and the primer 5 -GCCTTGGCACCCG
AGAATTCCAGTTT-3 . A PCR reaction was used to am-

plify the cDNA sequence and introduce barcodes for next
generation sequencing (NGS).
To separate insert containing amplification products
from empty adaptor sequences, the PCR reaction was run
on a 6% urea PAGE gel and the band at 155 bp corresponding to the desired product was excised. The DNA was eluted
overnight in 0.4 M NaCl and precipitated with ethanol. The
redissolved PCR product was stored for NGS analysis.
To generate RNA for a second selection round, 50 ng
of the PCR described above was amplified using the
primers 5 -AATGATACGGCGACCACCGAGATCTAC
ACGTTCAGTAATACGACTCACTATAGG-3 and 5 -G
CCTTGGCACCCGAGAATTCCAGTTT-3 . The resulting PCR product was purified using a PCR Clean-up Kit
(Macherey Nagel) and cleaved by addition of 1.5 l Fast digest MssI (Thermo Fisher), which recognizes the restriction
site GTTTAAAC generated by the ligation of the RNA insert with the 3 adaptor. The cleaved DNA was transcribed
with T7 polymerase, which yields a new pool of RNAs with
the sequence GGGN14 GUUU. The RNA was purified by
18% urea PAGE, dephosphorylated with FastAP (Thermo
Fisher) and monophosphorylated with polynucleotide kinase. 15 g of the prepared RNA were used in a second
selection cycle with freshly immunoprecipitated NF90.
Libraries from once and twice selected RNAs were sequenced on a MiSeq instrument (Illumina) with a 150 cycle MiSeq Reagent Kit to which we added a custom
Read1 primer (5 -GATCTACACGTTCAGTAATACGA
CTCACTATAGGG-3 ). Reads were barcode sorted and
filtered for sequences containing the 3 adaptor and the
full MssI cleavage site, indicative of ligation of an intact
RNA from the selection pool. After clipping of the adaptor and invariant sequences, only reads of the correct length
(17 nt) were used for further analysis. The first three nucleotides were trimmed, and the resulting 14-mer sequences
were analyzed for enriched sequence motifs using Streme
(85) (v5.3.3) using the input RNA as a negative set with –
rna –minw 6 parameters set.
Zebrafish husbandry
Zebrafish were raised and maintained under standard fish
facility conditions according to IACUC protocol #AN5558 at Boston University. All injections were conducted in
embryos from crosses of hybrid wild-type strains (AB/TU
crossed to TL/NIHGRI).
miRNA processing assay in zebrafish embryos
To generate different pre-mir-144 hairpins universal oligo
containing T7 promoter was annealed with specific oligo
encoding indicated mutations in the mir-144 stem loop
and then filled by PCR. PCR products were purified using Monarch PCR&DNA Cleanup Kit (NEB) and used directly in in vitro transcription reaction performed overnight
with AmpliScribe T7-Flash Transcription kit (Epicentre).
pre-mir-144 variants were purified from denaturing urea
polyacrylamide gel. LNA-modified pre-mir-144 hairpins
were ordered from IDT. Pre-miRNA hairpins were injected
into single-cell stage zebrafish embryos (1 nl of 10 M
stock) alone or together with 1 nL of 0.2 mg/ml alphaamanitin (Sigma-Aldrich). Total RNA was extracted at 6 h
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coli BL21 (DE3). The bacteria were lysed by sonication in
PBS supplemented with 1 M NaCl and 2 mM DTT, and debris was removed by centrifugation. The protein was bound
to glutathione-sepharose FF (GE healthcare) and eluted
with PBS containing 10 mM glutathione. A subsequent gel
filtration on a HiLoad S200 16/60 column was run in 50
mM HEPES pH 7.4, 200 mM NaCl, 2 mM DTT. The purified protein was mixed with 1 volume of glycerol and frozen
at –80◦ C.
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after injection from 20 embryos using Trizol (Invitrogen)
and their processing was analyzed by Northern blotting.
microRNA activity reporter assay in zebrafish

Public datasets
eCLIP bam files mapped to hg38 were downloaded from the
encodeproject.org website (87). We used public databases
to query expression of ILF3. Human BodyMap data:
(https://www.ebi.ac.uk/gxa/genes/ENSG00000129351).
Hematopoietic-specific data from Bloodspot: (http:
//servers.binf.ku.dk/bloodspot/?gene=ILF3).
RESULTS
The terminal loop of mammalian pre-mir-144 is essential for
its dicing
We recently characterized structure-function variants of the
mir-144/451 cluster (51), an operon composed of canonical
mir-144 and atypical (Dicer-independent, Ago2-dependent)
mir-451 (52). For simplicity, we transfected these constructs into HEK293T cells, which do not normally express
erythroid-specific mir-144/451, and we adopted this strategy in Figure 1A. Notably, our prior efforts revealed that
mir-144 promotes the nuclear biogenesis of mir-451, which
bears suboptimal features and requires a canonical neighbor to help recruit Microprocessor effectively (51,53). In
contrast to the wild-type 144/451 operon, mir-451 is not effectively matured when expressed as a solo hairpin or from
an operon deleted for the mir-144 hairpin (Figure 1A). In
the course of these studies, we analyzed an operon bearing a deletion of the mir-144 loop (144LD-451). The truncated mir-144LD hairpin has a very small terminal loop,
similar to mir-451, and presumably recruits DGCR8 poorly.
Accordingly, the accumulation of pre-mir-144LD is highly
compromised relative to normal pre-mir-144, and pre-mir144LD is incompetent at promoting the biogenesis of mir451 (Figure 1A).
Since the loop deletion disrupted mir-144 biogenesis, we
investigated the effect of mutating all nucleotides of the
mir-144 loop, while attempting to preserve its secondary
structure (144LM-451). Surprisingly, this proved to be a
separation-of-function mutant: miR-451 was matured normally, but miR-144 was fully blocked and instead accumulated as the pre-mir-144 hairpin intermediate (Figure 1A).

Conservation of loop-mediated dicing of pre-mir-144 in fish
The mir-144 loop is deeply conserved across vertebrates,
with an extended region (∼9 nt) adjacent to the 5 end of
mature miR-144–3p exhibiting near identity across mammalian and avian species, and only minor changes in fish
species within the very distal loop (Figure 1E, blue highlight). This highly constrained 3 loop region engages in
conserved base-pairing with the 5 portion of the apical
loop (Figure 1B). Accordingly, we used Danio rerio (Dr, zebrafish) to investigate whether the mir-144 loop plays a substantial biogenesis regulatory role outside of mammals.
We synthesized pre-mir-144 hairpins and injected them
into one-cell stage zebrafish embryos, a setup that allowed
us to isolate effects of the mir-144 loop on Dicer-mediated
processing from the preceding Microprocessor-mediated
step. We compared a wildtype Dr-pre-mir-144 with a loop
mutant (LM) that changed its sequence but not overall
structure (Figure 1F). Northern blotting showed that, as
in human cells, wildtype Dr-pre-mir-144 was efficiently converted into mature miRNAs whereas Dr-144LM was fully
resistant to dicing (Figure 1F). The concordant behavior
of human and fish mir-144 strongly implicates that specific
loop sequences are essential to turn pre-mir-144 into a suitable Dicer substrate and that this regulatory step is independent of the preceding Drosha-cleavage event.
Remodeling of the pre-mir-144 terminal loop facilitates Dicer
cleavage
To gain insight into the basis of pre-mir-144 loop-mediated
regulation we investigated the structure of pre-mir-144 loop.
Although mir-144 appears as a typical canonical miRNA,
as measured by its capacities to enhance mir-451 biogenesis and to generate mature small RNAs efficiently (51),
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Sequence encoding two imperfect miR-144 target sites
(2× IPT-miR-144, 8-mers) was cloned into pCS2 + after
coding sequence of EYFP. Reporter constructs were linearized with Not I restriction enzyme and in vitro transcribed with mMESSAGE mMACHINE SP6 Transcription Kit (Ambion). Zebrafish embryos were injected with
1 nL of 100 ng/l of EYFP-2xIPT-miR-144 reporter together with TagRFPT (86) as a control reporter. 1 nl of
10 M each miR-144 hairpin was injected together with
reporters. Embryos were imaged for EYFP and TagRFPT
expression at 8 h after injection using a Zeiss Discovery microscope and photographed with a Zeiss Axiocam digital
camera. Images were processed with ZEN software (Zeiss)
and Photoshop CC19.16. EYFP and TagRFP-T fluorescence was quantified per embryo using ImageJ 1.52a.

We interpret that pri-144LM recruits Microprocessor normally, and can promote miR-451 biogenesis, but that sequences and/or structures within the mir-144 loop are subsequently essential for its cytoplasmic processing.
To gain further insights, we generated a series of loop
variants (LM1/2/3) that alter specific aspects of the mir144 loop (Figure 1B). 144LM1 and 144LM3 change the left
and right hand portions of the loop stem, respectively, while
144LM2 changes the identity of the apical unpaired loop.
We find that LM3, which mutates the most conserved sequences of the mir-144 loop, fully abrogates miR-144 maturation; 144LM1 was also strongly defective while 144LM2
was normal (Figure 1C). These data were mirrored by functional activity assays: a miR-451 luciferase sensor was similarly repressed by all mir-144[LM#]/451 constructs, while
a miR-144 luciferase sensor was similarly repressed by the
wildtype operon and the 144LM2 variant (Figure 1D). By
contrast, 144LM and LM3 were non-functional, while LM1
had modest activity.
We conclude that specific sequences in the mir-144 loop
are essential to promote its dicing, and are separable from
the requirement of mir-144 to enhance mir-451 biogenesis.
This requirement is striking given that (1) most miRNA
regulatory paradigms are usually modulatory, rather than
absolute, and (2) most regulators of Dicer cleavage repress,
rather than promote, biogenesis (5,6).
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Figure 1. Processing of mir-144 requires its conserved terminal loop. (A) Transfection of human mir-144/451 expression constructs into HEK293T cells
and assayed by Northern blotting. We previously used these to show that biogenesis of mir-451 requires Microprocessor enhancement via its neighbor mir144. In particular, a variant deleted for the mir-144 loop (144LD-451) is highly compromised for generation of both pre-miRNAs as well as both mature
miRNAs. In contrast, specific mutations of the mir-144 loop (144LM-451) support effective miR-451 biogenesis, but exhibit complete block as pre-mir-144
hairpins. (B) Schematic of wildtype and loop variants of mir-144. The terminal loop nucleotides with high conservation are circled in blue on the wildtype
structure (Hs-mir-144). In loop variants LM1-LM3, the nucleotides altered are in red. (C, D) Northern blotting (C) and luciferase activity assays (D) of the
mutant mir-144 constructs. Variants LM, LM1 and LM3 are defective in both assays, and according labeled in red. mir-375 is used as transfection control
for Northern blotting. (E) Alignment of the mir-144 region across diverse vertebrate species illustrates the high degree of conservation of its terminal
loop, especially the 3 region adjacent to mature miR-144-3p. (F) Analysis of Danio rerio (Dr) pre-mir-144 hairpins injected into 1-cell zebrafish embryos.
Mutation of Dr pre-mir-144 loop, while maintaining its structure, blocks its maturation. The terminal loop nucleotides with high conservation are circled
in blue.

closer inspection revealed a non-canonical structural feature. Analysis of the inferred Dicer cleavage site, based on
abundant small RNAs and the experimentally determined
hairpin structure (51), coincides with a substantial asymmetric bulge positioned at the end of a 19 bp stem (Figure
2A). However, extensive structure-function studies of artificial shRNAs and variant miRNAs demonstrate that such a
stem length and configuration are extremely unfavorable for
effective and precise Dicer cleavage (54,55). Instead, a ‘loopcounting rule’ was proposed that an efficient Dicer cleavage
site needs to be positioned 2nt from a bulge or loop within
a stem of ∼21 bp (54). Inspection of mir-144 revealed a potential alternate pairing of the apical stem that fulfills the
loop-counting rule (Figure 2A) and is compatible with a 2nt 3 overhang on a substantial 3 isomiR of miR-144-5p

(Figure 1E). Of note, this preferred Dicer substrate structure is not intrinsically stable based on SHAPE-MaP profiling (51), which is also indicated by its higher free energy
(Figure 2A).
We tested if pre-mir-144 indeed presents a suboptimal
Dicer substrate using in vitro processing assays. As a control, we used a remodeled Dicer-substrate mir-451 variant
(mir-451LSM) (51), which was efficiently diced to yield mature miR-451 (Supplementary Figure S1). By contrast, premir-144 resisted Dicer or Dicer/TRBP complexes in vitro
(Supplementary Figure S1), suggesting the need of an additional regulatory factor.
To gain evidence that the atypical loop of pre-mir-144 is
responsible for its suboptimal dicing, we constructed a series of single basepair stem insertions just proximal to the
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Figure 2. Evidence that mir-144 is an intrinsically suboptimal Dicer substrate. (A) The structure on the left derives from experimental SHAPE-MaP
profiling of pre-mir-144. The stem is short (19bp) and the Dicer cleavage site occurs in a local asymmetric bulge; both features are incompatible with effective
processing. The asterisk designates a plausible basepair that was not confirmed in the SHAPE-MaP structure. The blue triangles represent dominant reads
from small RNA sequencing; however, the aqua triangle is a well-expressed isomiR of miR-144-5p. The structure on the right is a predicted structure that
conforms to known rules for effective Dicer substrates. Its stem length is 21bp, and the Dicer cleavage occurs 2 nts away from the junction of the duplex
and the single-stranded loop. The aqua isomiR corresponds well to a 2-nt 3 overhang from Dicer cleavage of this predicted structure. The free energies
(G) of pre-mir-144 isoforms were predicted using RNAstructure. (B) Length variants in which 1–5 bp were inserted into the duplex stem just proximal to
the bulge at the Dicer cleavage site. (C) The increasing stem length correlates well with decreasing accumulation of pre-mir-144, indicating compromised
biogenesis. Nevertheless, insertion of two bp (144L2bp) resulted in increased mature miR-144-3p from the presumably lower level of hairpin precursor.
By contrast, the changes in miR-144 biogenesis were largely segregated from those of miR-451. Effects were only seen with 144L5bp, whose substantially
decreased pre-mir-144 was associated with decreased pre-mir-451 and miR-451, as expected from failure of Microprocessor enhancement on suboptimal
mir-451. (D) Luciferase sensor assays confirm that 144L2bp maintains high activity, in contrast to all other length mutants that have decreased function.
Activity of miR-451 was largely unaffected, except with 144L5bp.

internal bulge distal to the Dicer cleavage site, ranging from
1 to 5 bp (Figure 2B). Notably, all of these compromised the
accumulation and function of mature miR-144, with one
exception: the 2-bp insertion (144L-2bp) (Figure 2C, D).
Given that this series of lengthening mutants was also associated with a linear decrease in the accumulation of pre-mir144 (Figure 2C), potentially reflecting deleterious effects of
increasing stem length on nuclear biogenesis, the concomitant increase in mature miR-144 with 144L-2bp was especially striking. In particular, the 144L-2bp variant now fulfills the 2 nt loop-counting rule for effective Dicer substrates

(Figure 2B). Consistent with these data, we observed that
144L-2bp could now be diced in vitro (Supplementary Figure S1).
We note that these alterations to miR-144 biogenesis were
largely decoupled from those of miR-451 in these operon
constructs, whose biogenesis and activity were largely unaffected across these mir-144 variants (Figure 2C, D). The
exception was 144L5bp, which exhibits decreased accumulation of pre-mir-144. This reflects that its elongated
stem structure is compromised as a Microprocessor substrate, and accordingly does not fully enhance production of
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ILF3 positively regulates maturation of pre-mir-144
Are trans-acting factors involved in promoting pre-mir144 dicing? Prior studies (48) and recent ENCODE eCLIP
profiling revealed ILF3 as an RBP that selectively regulates miRNA production (16). In K562 cells, which endogenously express mir-144/451, ILF3 was reported to associate
with mir-144 and act as a positive factor for its biogenesis
(16). Its role here may be opposite than at other miRNA
loci, since ILF3 was reported to inhibit miRNA biogenesis
by sequestering dozens of pri-miRNAs from Microprocessor (18,48,50).
Although the connection of ILF3 to miR-144 biogenesis
was promising, we note a discrepancy. As mentioned, mir144 loop variants accumulate pre-mir-144 but are blocked
for miR-144 production (Figure 1), but ILF3 knockdown
was reported to strongly deplete pre-mir-144 (by 7-fold),
as well as mildly reduce its mature products (16). We reexamined this by generating independent lentiviral shRNA
constructs for ILF3 and BUD13, which were both reported
as direct regulators of mir-144 (16). When transduced into
K562 cells, ILF3-knockdown depleted both NF90 and
NF110 protein isoforms, while BUD13-knockdown suppressed its cognate protein product (Figure 3A). Of note, as
ILF3 suppression eventually induced lethality in K562 cells,
we collected cells after 4–5 days of shRNA induction. At
this timepoint, shILF3-2 induced stronger loss of NF90/110
proteins than shILF3-1 (Figure 3A).
Northern blotting of K562 knockdown cells showed
modest changes in mature miRNAs, with only mild reduction in miR-144-3p upon BUD13 suppression (Figure
3B). It is likely that the documented high stability of mature miRNAs (56) compromised our ability to observe alterations in their levels during these transient experiments.
The knockdown timecourse was necessarily limited by cell
lethality of ILF3 depletion, and the cells accumulate high
levels of endogenous miR-144 before the knockdown was
initiated (Figure 3B, K562 lane, as well as other control
shRNA-treated cells). Nevertheless, we observed substantial increases in pre-mir-144 in cells with ILF3 loss, with reproducibly higher elevation in shILF3-2 cells (Figure 3B, arrowhead), which exhibit greater depletion of ILF3 proteins.
These data resolve that ILF3 is in fact well-positioned to
serve as the positive regulator of pre-mir-144 dicing inferred
from our mutational studies. However, other potential roles
of ILF3 on maturation of miR-144 remained possible.
To better understand the effects of ILF3 on mir-144 processing, we depleted ILF3 in HEK293T cells (Supplementary Figure S2A) and then transfected mir-144/451 construct. Since HEK293T cells do not express this miRNA

cluster endogenously (Figure 1A), this setup permits us to
assay dependence of newly-transcribed mir-144/451 on endogenous ILF3. qPCR tests did not show change of pri-mir144/451 transcripts upon ILF3 knockdown (Figure 3C).
However, Northern blotting showed that accumulation of
mature miR-144 was selectively attenuated upon ILF3 depletion, relative to miR-451 or let-7a (Figure 3D). These
data support that ILF3 promotes dicing of pre-mir-144, but
not microprocessing of pri-mir-144.
ILF3 generates two isoforms, NF90 and the C-terminally
extended variant NF110 that includes a GQSY-rich domain; both of these heterodimerize with the NF45 subunit (Supplementary Figure S2B). We conducted additional
tests to evaluate the contributions of distinct factors. We
were able to efficiently suppress the accumulation of NF110
using independent shRNAs (Supplementary Figure S2C).
In addition, ILF2 (NF45) stabilizes its heterodimeric partners, and one of the NF45 shRNAs induced substantial reduction in NF90/NF110 proteins, in accordance with previous observations (57). Using these constructs, we find that
effective depletion of ILF2 also led to substantial accumulation of pre-mir-144, while loss of NF110 had only mild
effects (Supplementary Figure S2D). However, there may
be compensation between ILF3 isoforms, since depletion of
NF110 led to increased NF90 (Supplementary Figure S2C).
This extends the previous observation of extensive crossregulatory interactions amongst ILF2 and ILF3 proteins
(57). We also document specificity in the effects on pre-mir144 accumulation, since ILF3-knockdown did not substantially affect pre-let-7a or pre-mir-21 (Supplementary Figure
S2E).
We conclude that heterodimers of ILF3 isoforms with
ILF2 specifically promote miR-144 biogenesis at the dicing step. However, as NF90 exists at higher levels in K562
cells, and is largely able to promote mir-144 biogenesis in
the absence of NF110, the distinct protein isoform encoded
by NF110 may not be critical in this process.
Evidence that ILF3 may recognize the pre-mir-144 loop
Prior studies used in vitro binding assays to provide evidence
that ILF3 associates with several pri-miRNAs (18,48–50).
However, the intrinsic double stranded RNA binding activity of ILF3 makes it challenging to interpret results of
this assay. In particular, while ILF3 was shown to associate
modestly with pri-mir-144 in vitro, another locus lacking evidence of eCLIP binding or regulation (pri-mir-20a) showed
even stronger apparent association with ILF3 in vitro (16).
Thus, despite the apparently specific enrichment of ILF3 at
the pre-mir-144 loop compared to other expressed miRNAs
in eCLIP data (Figure 3E), it has been difficult to infer specific in vivo miRNA targets of ILF3 from in vitro binding
assays. We tested this using gel-shift assays, and observed
that recombinant NF90 formed gel-shift complexes with
pre-mir-144 that were super-shifted upon addition of ILF2
(Supplementary Figure S3A). However, NF90 also formed
effective complexes with control pre-let-7 (Supplementary
Figure S3A) as well as loop-mutated pre-mir-144LM that is
not regulated by ILF3 (Supplementary Figure S3B). These
data emphasize prior concerns that in vitro binding assays
of ILF3 with pre-miRNA may not reflect specific interac-
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pre-mir-451, and ultimately miR-451 (Figure 2C, D). This
is consistent with recent reports on nuclear enhancement
of pre-mir-451 generation by a canonical miRNA neighbor (51,53), and reflects specificity of these assays. Overall, given that the primary sequence of pre-mir-144 is highly
conserved (Figure 1E), we infer that this locus specifically
adopts features that prevent effective Dicer cleavage, which
are overcome by some factor that recognizes its terminal
loop. However, this regulatory layer can be bypassed in part
with appropriate structural alterations.
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Figure 3. ILF3 is a positive regulator of pre-mir-144 dicing. (A–D) Knockdown assays in K562 cells (A-B) and HEK293T cells (C-D). (A) Independent
lentiviral shRNA constructs were transduced into K562 cells. Target proteins were evaluated by Western blotting after 5 days of knockdown. shILF3-2
was slightly more effective than shILF3-1, while the two shBUD13 constructs were comparable. (B) Northern blotting shows that only shILF3 increased
pre-mir-144, with a stronger effect in shILF3-2 cells (blue arrowhead) that exhibit stronger ILF3 depletion. (C) Quantification of pri-mir-144/451 transcripts
following transfection in HEK293T cells. (D) Northern blotting of ectopic mir-144/451 expression shows attenuated pre-mir-144 dicing upon ILF3 depletion in HEK293T cells. (E) ENCODE K562 eCLIP data show that ILF3 and DGCR8 are selectively enriched at the mir-144 terminal loop (mir-22 shown
for comparison). (F) ILF3 eCLIP data enriches a motif with sequence and structural similarity to the conserved motif in the pre-mir-144 loop. (G) RNA
Bind-N-Seq (RBNS) analysis using ILF3 (NF90/NF110) proteins immunoprecipitated from HEK293T cells. Independent RBNS datasets enriched for
similar sequences, which resemble the eCLIP motif and the conserved mir-144 loop. (H) ILF3 exhibits strong association to Dicer cofactor TRBP. Tagged
constructs were co-expressed in HEK293T cells in the presence of mir-144/451 (WT144) or a version bearing mutations in the loop nucleotides (144LM).
HA-NF90 was immunoprecipitated (IP-ed), and bound proteins were compared between input (In) and IP samples. NF90 is a known heterodimeric partner of NF45 (ILF2), and this association was robust. NF90 was also reported to bind DGCR8 and Exportin-5 (XPO5); we validated modest association
to the former but not the latter. Amongst other miRNA factors, the Dicer cofactor TRBP was strongly co-IPed with NF90. Additional co-IP data are
shown in Supplementary Figure S3C. (I) RNase treatments show that both NF90-NF45 and NF90-TRBP complexes are independent of RNA.

tions (16). Moreover, the apparent challenge in assembling
a sequence-specific complex may explain why we were not
able to recapitulate stimulation of NF90/ILF2-mediated
dicing in vitro (Supplementary Figure S1).
Our recent analysis of ENCODE ILF3 eCLIP data revealed enrichment of a UUUUUGAGA motif in ILF3
peaks, in both a linear format and a paired format where the
GAGA was preferentially located within a stem (58). This
was striking, since the regulatory region of the mir-144 loop
bears a highly conserved UGAGA, where the 3 sequence
resides within a stem (Figure 3F). To follow on this, we used
RNA Bind-N-Seq (RBNS) (59) to analyze the site preferences of ILF3 proteins. For this purpose, we carried out
experiments using in vivo ILF3 proteins (using antibodies
that immunoprecipitate both NF90/NF110, likely in complex with ILF2/NF45). Interestingly, replicate RBNS experiments enriched for similar motifs (Figure 3G and Supplementary Figure S4), which bear homology to the regulatory sequence in the pre-mir-144 loop and the eCLIP motif.

Taken together, even though ILF3 proteins recognize
dsRNA relatively non-specifically via their dsRBDs, these
data also suggest that ILF3 complexes may be involved in
sequence-specific recognition of mir-144.
ILF3 interacts with miRNA biogenesis factors
Our data begin to outline a model in which the ILF3 complex may remodel the pre-mir-144 terminal loop to permit
its dicing. We wondered if such a mechanism might involve
direct connections with the miRNA biogenesis machinery.
Although their names reflect that their original isolation as
‘nuclear factors’ bearing nuclear localization signals, NF90,
NF110 and NF45 (ILF2) are shuttling proteins that exist in the cytoplasm (57) and have documented cytosolic
regulatory functions (34). Therefore, even though NF90
was previously reported to form complexes with XPO5 (46)
and DGCR8 (47), we sought to perform more comprehensive tests across the miRNA pathway. We also performed
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Reshaping of the pre-mir-144 terminal loop determines its
biogenesis
Since in vitro reconstitution was not possible in our hands,
we performed additional experiments to support our model
for regulated maturation of miR-144. We assayed a finer set
of sequence alterations designed to alter sequence-specific
contacts of the inferred ILF3 binding site, alter the secondary structure, or to disrupt the capacity of apical loop
remodeling. We also tested chemical modifications of normal pre-mir-144 bases designed to impair loop reshaping.
These tests support the following interpretations regarding
pre-mir-144 processing.
(1) Importance of the inferred ILF3 binding site. We made
finer mutations that disrupt the conserved loop motif
(Figure 4A) that bears similarity to the ILF3/NF90
RBNS-selected site (Figure 3G), while preserving the
stem structure they reside in. Alteration of two nts in the
3 region (144LM4) nearly abolished miR-144 biogenesis (Figure 4B). These effects were mirrored by miR144 activity assays (Figure 4C), while none of these mu-

tants substantially affected miR-451. In particular, the
conserved GA dinucleotide, which is enriched in ILF3
eCLIP data and RBNS data, is critical for miR-144 biogenesis.
(2) Role of reshaping within the terminal loop. Our model
proposes that sequences outside of the presumed ILF3
binding site, in particular ones involved in alternate
basepairing configurations, also mediate miR-144 biogenesis. We tested the involvement of the pairing context of the presumed ILF3 binding site. Our initial
structure-function tests hinted that disruption of overall 5 apical stem sequence, which alters stem structure,
was deleterious to mir-144 maturation (Figure 1C). One
of these mutants (144LM1) maintained the full ILF3
binding site. However, a more targeted disruption of the
5 apical stem (144LM6) exhibited fairly normal miR144 biogenesis (Figure 4B). In light of our subsequent
data, we re-interpret this to suggest that the primary
effect of 144LM1 may not be on the structured ILF3
binding site, but instead on the capacity of this hairpin to adopt an alternative Dicer-compatible structure
(Figure 2A).
To test this notion, we introduced a C-to-G mutation in position adjacent to the 5 end of miR-144–
3p (144LM7); i.e. at the Dicer cleavage site (Figure
4A). Strikingly, even though this cytosine is neither involved in base-pairing in the experimentally determined
secondary structure (Figure 2A), nor part of the inferred ILF3 binding site (Figure 3G), this single change
strongly impaired miR-144–3p biogenesis and function
(Figure 4D, E). We then mutated two nts on the 5 side
of the apical loop that we inferred to mediate reshaping
(144LM8) and found that these were similarly defective
for miR-144 biogenesis (Figure 4D, E). Nevertheless, all
of the mutants supported normal maturation of miR451. Furthermore, we constructed additional variants
that restore the reshaping base pairs in 144LM7 and
144LM8 (144LM7R and 144LM8R, respectively, Figure 4A) and found that these fully rescued dicing of corresponding pre-mir-144 mutants (Figure 4D, E).
Altogether, these tests provide strong support to the notion that re-pairing within the apical stem is critical for premir-144 dicing, and emphasize that these regulatory events
are fully separable from the impact that pri-mir-144 has to
enhance mir-451 processing.
Loop reshaping is required for pre-mir-144 dicing in fish
Since we have shown that the mir-144 loop is essential for its
maturation of miR-144-3p in fish (Figure 1F), we exploited
this system to test conservation of reshaping principles. As
before, we injected precursor hairpins into one-cell stage
embryos and analyzed their maturation using Northern
blotting. For these assays, we generated additional synthetic
Dr-pre-mir-144 variants with the equivalent changes as in
human variants (Supplementary Figure S5). These tests indicate that LM4 was matured at the same level as wildtype Dr-pre-mir-144, suggesting less of a specific-sequence
requirement as in mammals. However, maturation of point
mutants LM3 and LM7 was nearly completely abrogated,
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these co-IP assays in the presence of ectopic mir-144 or mir144LM, in case any interactions might be potentiated by
excess miRNA substrate.
As a control, we found that NF90 exhibited robust interactions with its heterodimeric partner NF45 (Figure 3H).
We could recapitulate published interactions of NF90 with
DGCR8 but these were modest; the heterodimeric partner of DGCR8, Drosha, was not co-IPed with NF90. We
also observed minor interactions of NF90 with Ago2, consistent with prior largescale profiling (60), but none with
XPO5, Ran, Dicer, or negative control luciferase (Supplementary Figure S3C). Interestingly, the strongest interactions between NF90 and any miRNA pathway component
involved the cytoplasmic Dicer dsRBD partner TRBP (61)
(Figure 3H). None of these interactions were substantially
different in the presence of wildtype versus mutant mir-144.
Moreover, NF90 complexes with NF45 and TRBP survived
treatment with RNase A + T1, demonstrating that these robust interactions are not only independent of specific target
substrates, but independent of RNA in general (Figure 3I).
Based on these data, we tested if supplementing in vitro
dicing reactions with recombinant NF90/ILF2 proteins
could improve miR-144 biogenesis, with or without TRBP.
However, none of the conditions tested rescued maturation of miR-144 (Supplementary Figure S1). It is possible that an appropriate multiprotein regulatory complex is not formed under the conditions we tested. Alternatively, NF90/45 might have sequestered pre-mir-144 in
vitro, thereby preventing dicing. Similar to other reports
(18,48,50), we observed in gel-shift assays that NF90 protein can bind pre-mir-144. However, we show that in vitro,
NF90/NF110 can bind several pre-miRNAs that are presumably not targeted by endogenous ILF3 (Supplementary
Figure S3A, B). This mirrors other reports of likely nonspecific interactions of ILF3 with pre-miRNA hairpins in
vitro (16). Therefore, it may be challenging to design appropriate in vitro conditions that can reconstitute the hypothesized ILF3-mediated dicing of pre-mir-144.
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Figure 4. Reshaping of the apical loop mediates dicing of pre-mir-144. (A) Schematic of wildtype and variant mir-144 loop constructs. In the wildtype
mir-144 loop (WT 144), the stable SHAPE-MaP structure is indicated as a Dicer-incompetent state. Nucleotides predicted to re-pair as a Dicer-competent
substrate (with 2bp stem from the single-stranded junction to the Dicer cut site) are connected by red lines; the putative ILF3 binding site is indicated
with a blue dashed oval. In the mir-144 variants, the mutated nucleotides are in red. (B) Northern blotting and (C) activity sensor assays highlight the
‘GA’ core of the ILF3 site is essential for miR-144 processing and function (144LM4). However, the apical stem structure is not required (144LM6). (D)
Northern blotting and (E) activity sensor assays of reshaping mutants show that if the 2 bp re-structured stem cannot form, the resulting pre-mir-144
variants remain Dicer-incompetent (144LM7 and 144LM8). By contrast, restoration of pairing in the reshaping mutants (144LM7R and 144LM8R) fully
restored pre-mir-144 dicing.

similar to the complete loop mutant LM (Figure 5A). We
corroborated this with functional activities, by co-injecting
pre-mir-144 variants with fluorescent sensors for miR-1443p and a non-cognate control (Figure 5B). Qualitative imaging and quantitative analysis confirm that LM, LM3 and
LM7 mutants were specifically defective for target regulation (Figure 5C, D). These results indicate that zebrafish
miR-144 is processed only when the loop structure is conducive to adopt alternative structures.
The fish assays are advantageous in that they directly assay maturation of pre-mir-144 molecules. Thus, these tests
demonstrate that structure-dependent regulation of premir-144 is independent of both its normal context within
the mir-144/451 cluster, as well as potential regulation during pri-miRNA processing. As a final test of the model
of structural remodeling, we analyzed variant pre-mir-144
molecules bearing pairs of LNA substitutions (Figure 5E).
When introduced into the apical stem (144-LNA stem),

LNA modifications increase the pairing energy and are predicted to favor the non-productive fold of pre-mir-144. To
control for unanticipated effects of LNA substitutions, we
tested a control variant bearing two LNA within the unstructured terminal loop (144-LNA loop), which we showed
is not required for regulated miR-144 biogenesis (Figure
1B–D). Importantly, both LNA variant molecules retain
wildtype sequence. When injected into zebrafish embryos,
we observed that production of mature miR-144-3p was reduced for the LNA-stem modified precursor, whereas the
LNA-loop mutant exhibited similar biogenesis as unmodified wild-type pre-mir-144 (Figure 5F). The results of independent replicate injection and Northern analyses are
quantified in Figure 5G. These results reinforce our notion that pre-mir-144 must adopt an alternative, unfavorable, structure in order to be cleaved by Dicer, and that
double-stranded capacities of the pre-mir-144 loop play a
central role in the process of remodeling.
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Figure 5. Loop-mediated biogenesis of zebrafish miR-144. (A) Scheme for analysis of wildtype and mutant Dr-pre-mir-144 hairpins after injection into
1-cell zebrafish embryos. Mutations of the entire loop (LM), the 3 loop sequence (LM3), or of a single bulged nucleotide inferred to mediate apical
loop reshaping (LM7) block conversion of pre-mir-144 into miR-144-3p. (B) Activity assay of pre-mir-144 variants. (C) Loop mutant versions of premir-144 are defective in repression of a miR-144 sensor. (D) Quantification of the reporter assays. (E–G) Reinforcement of the stable base-pairing in the
preferred pre-mir-144 loop secondary structure impairs maturation of miR-144. (E) Variants of zebrafish pre-mir-144 bearing pairs of LNA substitutions,
but otherwise retain wildtype sequence. The ‘LNA stem’ variant affects re-shaping of the hairpin structure, but the ‘LNA loop’ variant is predicted to be
neutral. (F) Northern blot showing processing of injected pre-mir-144 molecules, showing selective impairment of mature miR-144 from the LNA stem
mutant compared to wildtype and LNA loop variant. (G) Quantification of mature miR-144 levels from independent injection and Northern assays, using
one-way ANOVA test.
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The ‘loop-counting rule’ accounts for defective dicing of premir-144 variants

DISCUSSION
Regulation of miRNA biogenesis via terminal loops of hairpin
precursors
The regulation of selected pre-let-7 hairpins by binding of
Lin28 proteins via their terminal loops (7–11) established
a paradigm for RBP-mediated control of miRNA biogenesis, whereby its zinc knuckle domains and cold shock domain interact with specific loop motifs in cognate targets
within the let-7 family hairpins (62,63). Since many other
miRNAs exhibit conserved terminal loop sequences, this
implies that a constellation of other potential regulatory interactions that control miRNA biogenesis (15). However,
relatively few of these have been characterized in detail, or
are known to have very strong effects on target miRNA biogenesis.
Amongst other cases of locus and/or sequence-specific
RBP regulators studied, many more affect the nuclear
(Drosha) step than regulate the cytoplasmic (Dicer) step (5).
Since Microprocessor serves as the gatekeeper for canonical miRNA biogenesis, it may make sense for this processing step to have acquired diverse locus-specific regulation
that suits the functional activities and requirements of the
miRNAs in question. A number of RBPs have been described to bind within the terminal loop to positively regulate Drosha cleavage of target miRNAs (e.g. hnRNPA1,
KSRP, SMAD, TDP-43, RBFOX, SRSF1), while the bind-

Dual modes of target interaction for ILF3/NF90: structural
and sequence-specific
ILF3 proteins (NF90 and NF110) have been studied in
diverse regulatory contexts, including both transcriptional
and many distinct post-transcriptional regulatory processes. Based on their dual dsRBD architecture, ILF3 proteins might be presumed to interact with target RNAs
on mostly structural grounds. For example, endogenous
circular RNAs were reported to generally adopt limited
amounts of double stranded character and thus generically bind dsRBD proteins including NF90/NF110 (38)
and PKR (70). Prior RIP-seq analysis of NF90 and NF110
in hESCs revealed overlapping and distinct targets, but
no specific binding motifs (57). Standard RIP strategies may not provide sufficient resolution to infer bind-
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If the role of ILF3 is to counteract the intrinsically suboptimal structure at the pre-mir-144 cleavage site, then we
might be able to bypass its requirement by making appropriate structural changes. In particular, our finding that a 2bp
insertion just distal to the Dicer cleavage site can enhance
miR-144 biogenesis, even though this otherwise appears to
render it a suboptimal miRNA substrate (Figure 2), provided the rationale for rescue assays. We therefore inserted
the 2bp stem into three mir-144 variants that were largely incapable of producing mature miR-144-3p. We tested these
mir-144/451 backbones from Figure 1B: 144LM, with all
loop nucleotides mutated but preserving overall apical stem
structure; 144LM3, with mutations in the 3 region of the
terminal loop including the inferred ILF3 site; and 144L14,
where the 17 nt mir-144 terminal loop was exchanged for
a 14 nt sequence lacking overt structure (Figure 6A). All
of these variants were incompetent for miR-144–3p maturation, but insertion of the 2 bp stem provided full rescue
(Figure 6B). Note that while the biogenesis of mature miR144–3p was fully activated in all 2bp insertions, there was
correspondingly little effect on maturation of miR-451 from
these operon constructs. This was consistent with the notion
that effects on mir-144 biogenesis occurred after cleavage by
Microprocessor. We observed similar, specific, rescues when
assaying the activity of miR-144-3p and miR-451 using sensor assays (Figure 6C).
Taken together, these variant assays provide support to
our model for regulated processing of pre-mir-144, involving
reshaping of its suboptimal apical hairpin stem into a form
that supports Dicer cleavage (Figure 7).

ing of others inhibits Drosha cleavage (e.g. hnRNPA1,
LIN28B, HuR/MSI2, RBFOX, YB-1) (5,6). Depending on
the context, the same RBP has been described to promote
or inhibit miRNA biogenesis. With regard to modulation
of Dicer cleavage, few cases have emerged beyond Lin28
RBPs, and these examples are not as well understood. TDP43 promotes Drosha and Dicer cleavage of select miRNAs
by binding terminal loops, but mechanisms that underlie its
target specificity or that promote either RNase III cleavage
are unclear (64). YB-1 was reported to inhibit both Drosha
and Dicer cleavage of mir-29b-2 by binding to its terminal
loop via a cognate site, and potentially by occluding access
to these miRNA ribonucleases (65).
Our studies reveal a critical regulation for Dicer regulation of pre-mir-144 involving ILF3. Amongst miRNA regulators proposed to do more than simply shield recognition
by Drosha and/or Dicer, certain precedents are relevant for
the inferred action of ILF3. In the case of pri-mir-18a, binding of hnRNPA1 was proposed to stimulate Drosha cleavage by reshaping its stem loop structure (66,67). In addition,
Lin28 binding was shown to remodel the terminal loop of
pre-let-7, yielding a conformation that is inhibitory to Dicer
cleavage while concomitantly promoting 3 modification by
TUTases (68). Interestingly, Lin28a was also shown to exert positive and negative influence on processing of different miRNAs (69), which mirrors the observation of dual
function of ILF3 on miRNA biogenesis from our and previous studies. We hypothesize that ILF3 directly recognizes
pre-mir-144 via a cognate binding site, and that its action
remodels its terminal loop into a form that is amenable to
Dicer cleavage; this may also be facilitated by the recruitment of TRBP by ILF3. However, we acknowledge a limitation of our study that we were not able to reconstitute the
dicing enhancement in vitro. Therefore, an alternative possibility is that the ILF3 complex helps recruit another factor
that mediates reshaping of pre-mir-144. In any case, we provide strong evidence that the conserved structural layout of
the junction between duplex and the apical loop in pre-mir144 constrains its dicing potential, in a manner that conforms to established rules that describe suboptimal Dicer
substrates (54). Notably, not only can we abolish pre-mir144 processing with specific mutations within its loop, but
we can also bypass this regulatory control via appropriate
structural alterations.
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Figure 6. Structural remodeling of the apical stem can fully rescue defective mir-144 variants. (A) Schematics of 2bp insertion variants of mir-144 mutants.
The wildtype mir-144 loop exhibits a 19 bp stem to the Dicer cleavage site on the 3p arm (Figure 2A). As shown in Figure 2, insertion of a 2bp stem just
distal to the Dicer cleavage site, rendering a 21 bp stem, impairs production of pre-mir-144, but results in a relative enhancement of mature miR-144-3p
yield. The green bar indicates similar 2 bp stem insertions into other mir-144 mutants that are incompetent for Dicer cleavage. (B) Northern blotting of the
panel of unmodified mir-144 mutants (labeled red) and their companion 2 bp insertion variants shows rescue of mature miR-144 production. (C) Luciferase
sensor assays shows rescue of miR-144-3p activity by 2bp insertions in all defective mir-144 variants.

ing site enrichment, although an earlier RIP-chip study
suggested that several NF90 targets contained AU-rich
motifs (41).
Recently, generation of largescale RBP eCLIP data (71)
permitted the inference of mir-144 as an NF90 target (16).
Moreover, analysis of the NF90 eCLIP data revealed enrichments for specific types of nucleotide motifs, one of
which closely resembles the highly-conserved apical loopstem sequence that we characterized as essential for premir-144 dicing (58). RBNS data in this study supports
that NF90/NF110 have selectivity for an overlapping site
(bearing a UGAG core). However, it remains to be seen if
ILF3 proteins, with or without partner ILF2 (also known
as NF45), associate specifically with the pre-mir-144 loop.
Our studies indicate that it is challenging to identify in
vitro conditions that reveal stable and specific association
of NF90/NF45 to wildtype pre-mir-144, relative to mutant
pre-mir-144 or other pre-miRNAs, possibly due to their intrinsic affinity to dsRNA. Nevertheless, the structural analysis of the NF90/NF45 heterodimer (72) and the tandem
dsRBDs of NF90 on RNA reveal the capacity for basespecific interactions with guanine and adenine in the minor
groove (73). Such observations set the precedent that it is

conceivable that ILF3 proteins may recognize both structural and sequence features in their targets. Alternatively,
they may associate generically with targets via structural elements, but these may be augmented by the presence of preferred sequence features.
Multiple regulatory interactions govern the biogenesis of the
non-canonical mir-144/451 cluster
While the conserved vertebrate mir-144/451 operon was
identified over 15 years ago (74), the many intricacies of its
biogenesis have been slow to emerge. Nevertheless, each of
these may inform broader principles of miRNA biogenesis
and utility (Figure 7).
The first bombshell was the discovery that mir-451 encodes a Dicer-independent locus that is instead fully dependent on Ago2 catalysis for maturation and thus function (75–77). Although mir-451 appears to be the only wellconserved miRNA that utilizes this strategy, the Ago2dependent strategy is highly adaptable for direct reprogramming to produce arbitrary silencing RNAs (75,78), and can
also be grafted into synthetic biogenesis strategies that may
offer advantages (4,55).
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Figure 7. Summary of complex regulatory interactions that govern biogenesis of the mir-144/451 cluster. (A) mir-451 has a very short stem and small
terminal loop, rendering it a suboptimal substrate of the nuclear Microprocessor complex (Drosha + 2DGCR8). (B) Instead, it requires assistance from
its operon neighbor mir-144 for effective recruitment and/or cleavage by Microprocessor. Efficient nuclear mir-451 biogenesis requires the accessory factor
ERH. The requirement of SAFB proteins, recently implicated in suboptimal miRNA biogenesis at clusters, is unknown. (C) The short hairpin of mir-451
escapes Dicer cleavage but can load directly into Ago effector proteins. Association with non-slicing effectors (Ago1/3/4) is a dead-end path. If pre-mir-451
associates with Ago2, it can be cleaved on the 3 arm and then further resected by PARN nuclease to yield mature miR-451. (D) pre-mir-144 presents a
suboptimal Dicer substrate, on account of its slightly short stem and location of Dicer cleavage site within an asymmetric internal loop. Its terminal loop
contains a recognition sequence for ILF3 (NF90/NF110) in complex with ILF2 (NF45), which can recruit the Dicer cofactor TRBP. We hypothesize the
ILF3 complex remodels the apical stem region into a form that is competent for Dicer cleavage. In the erythroid lineage, one of the targets of mature
miR-144-3p is Dicer itself, which is proposed to lead to downregulation of canonical miRNAs and permit upregulation of Dicer-independent miR-451.

Because the short stem and small terminal loop of mir451 impairs its capacity for effective recruitment and/or
processing by Drosha/DGCR8 (Microprocessor), its neighbor mir-144 plays a sequence-independent, proximitydependent, role to promote nuclear cleavage of mir-451
(51,53). Although mir-451 is particularly dependent on mir144, owing to its atypical biogenesis mechanism, the strategy of neighbor assistance of suboptimal nuclear miRNA
processing is more broadly applicable (51,53,79).
In this study, we introduce an additional regulatory layer,
in that mir-144 is a rare miRNA subject with an essential requirement for activation of its cytoplasmic biogenesis. This
contrasts with many other miRNA regulatory paradigms,
where characterized trans-acting RBPs often induce only
quantitative and/or minor alterations to miRNA biogenesis. Although the full effect is difficult to visualize with en-

dogenous manipulations, owing to requirement of ILF3 for
viability in K562 cells and the long life of pre-existing miRNAs, we show that even point mutations in its binding site
or in the proposed site of structural remodeling can fully
block conversion of its pre-miRNA into mature miRNA.
Such a strong requirement for trans-acting factors to facilitate canonical miRNA biogenesis is unexpected, given
the history of flexible reprogramming of miRNA backbones
for gene silencing purposes, and the fact that miRNAs do
not collectively share obligate features for accessory motifs
that point to accessory factors (80,81). Notably, the recognition of these regulatory strategies permits the decoupling
of these idiosyncratic regulatory mechanisms; i.e. the role
of mir-144 to promote miR-451 can be substituted by other
miRNAs or by appropriate mutations within the mir-451
hairpin. Here, we further show that mir-144 mutants that
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are fully incompetent for cytoplasmic maturation can nevertheless efficiently promote miR-451 biogenesis, while reciprocally, we can bypass the need for structural remodeling of pre-mir-144 by introducing alterations that convert it
into a conventional Dicer substrate.
Because all of these idiosyncrasies of mir-144/451 appear to be well-conserved across vertebrates, we imagine
that they evolved to optimize the spatial expression, the
temporal accumulation and/or the levels of these miRNAs. mir-144/451 are highly expressed in the erythroid setting. Another Ago2-dependent locus, the Dicer-dependent
hairpin mir-486, is also highly upregulated in the same
setting (82). This suggests that red blood cell precursors
have uniquely evolved to exploit Ago2-dependent miRNA
biogenesis strategies, concomitant with downregulation of
non-catalytic Ago paralogs (82). However, even within mir144/451, the levels of the two mature miRNAs are discrepant, with miR-451 becoming far more abundant. This
led to proposal of a negative feedback loop for interconnected miRNA biogenesis pathways in blood, whereby
miR-144 directly targets Dicer, which eventually compromises canonical miRNA biogenesis and enhances maturation of Dicer-independent miR-451 (83).
Here, we elucidate an additional unexpected step for mir144 regulation in that conserved sequences in the pre-mir144 loop are involved in alternative structures, and that
productive Dicing involves reshaping the apical stem into
an extended duplex (Figure 7). We also provide evidence
that ILF3 proteins (NF90 and perhaps NF110), in complex with their heterodimeric partner ILF2 (NF45), are involved in this process. Although ILF3 is broadly expressed,
its expression is modulated. Of note, ILF3 transcripts rise
from the common myeloid progenitors to megakaryocyteerythroid progenitors (MEPs), where mir-144/451 begin to
be expressed, and remain higher in early erythroblasts than
in more committed cells of the erythroid lineage (Supplementary Figure S6). Thus, it is conceivable that decreasing
ILF3 expression during erythroid differentiation, alongside
other mechanisms described above, helps to skew the maturation of miRNAs from an individual operon.

Nucleic Acids Research, 2022, Vol. 50, No. 13 7653

21.

22.
23.

25.

26.

27.

28.
29.
30.

31.

32.

33.
34.
35.

36.

37.

38.

39. Wang,M., Yu,F., Wu,W., Zhang,Y., Chang,W., Ponnusamy,M.,
Wang,K. and Li,P. (2017) Circular RNAs: a novel type of non-coding
RNA and their potential implications in antiviral immunity. Int J
Biol Sci, 13, 1497–1506.
40. Fasolo,F., Patrucco,L., Volpe,M., Bon,C., Peano,C., Mignone,F.,
Carninci,P., Persichetti,F., Santoro,C., Zucchelli,S. et al. (2019) The
RNA-binding protein ILF3 binds to transposable element sequences
in SINEUP lncRNAs. FASEB J., 33, 13572–13589.
41. Kuwano,Y., Pullmann,R. Jr, Marasa,B.S., Abdelmohsen,K.,
Lee,E.K., Yang,X., Martindale,J.L., Zhan,M. and Gorospe,M.
(2010) NF90 selectively represses the translation of target mRNAs
bearing an AU-rich signature motif. Nucleic Acids Res., 38, 225–238.
42. Pfeifer,I., Elsby,R., Fernandez,M., Faria,P.A., Nussenzveig,D.R.,
Lossos,I.S., Fontoura,B.M., Martin,W.D. and Barber,G.N. (2008)
NFAR-1 and -2 modulate translation and are required for efficient
host defense. Proc. Nat. Acad. Sci. U.S.A., 105, 4173–4178.
43. Nourreddine,S., Lavoie,G., Paradis,J., Ben El Kadhi,K., Meant,A.,
Aubert,L., Grondin,B., Gendron,P., Chabot,B., Bouvier,M. et al.
(2020) NF45 and NF90 regulate mitotic gene expression by
competing with staufen-mediated mRNA decay. Cell Rep., 31,
107660.
44. Freund,E.C., Sapiro,A.L., Li,Q., Linder,S., Moresco,J.J., Yates,J.R.
3rd and Li,J.B. (2020) Unbiased identification of trans regulators of
ADAR and A-to-I RNA editing. Cell Rep., 31, 107656.
45. Shi,L., Zhao,G., Qiu,D., Godfrey,W.R., Vogel,H., Rando,T.A.,
Hu,H. and Kao,P.N. (2005) NF90 regulates cell cycle exit and
terminal myogenic differentiation by direct binding to the
3 -untranslated region of MyoD and p21WAF1/CIP1 mRNAs. J.
Biol. Chem., 280, 18981–18989.
46. Brownawell,A.M. and Macara,I.G. (2002) Exportin-5, a novel
karyopherin, mediates nuclear export of double-stranded RNA
binding proteins. J. Cell Biol., 156, 53–64.
47. Shiohama,A., Sasaki,T., Noda,S., Minoshima,S. and Shimizu,N.
(2007) Nucleolar localization of DGCR8 and identification of eleven
DGCR8-associated proteins. Exp. Cell. Res., 313, 4196–4207.
48. Sakamoto,S., Aoki,K., Higuchi,T., Todaka,H., Morisawa,K.,
Tamaki,N., Hatano,E., Fukushima,A., Taniguchi,T. and Agata,Y.
(2009) The NF90-NF45 complex functions as a negative regulator in
the microRNA processing pathway. Mol. Cell. Biol., 29, 3754–3769.
49. Barbier,J., Chen,X., Sanchez,G., Cai,M., Helsmoortel,M.,
Higuchi,T., Giraud,P., Contreras,X., Yuan,G., Feng,Z. et al. (2018)
An NF90/NF110-mediated feedback amplification loop regulates
dicer expression and controls ovarian carcinoma progression. Cell
Res., 28, 556–571.
50. Grasso,G., Higuchi,T., Mac,V., Barbier,J., Helsmoortel,M.,
Lorenzi,C., Sanchez,G., Bello,M., Ritchie,W., Sakamoto,S. et al.
(2020) NF90 modulates processing of a subset of human
pri-miRNAs. Nucleic Acids Res., 48, 6874–6888.
51. Shang,R., Baek,S.C., Kim,K., Kim,B., Kim,V.N. and Lai,E.C. (2020)
Genomic clustering facilitates nuclear processing of suboptimal
Pri-miRNA loci. Mol. Cell, 78, 303–316.
52. Yang,J.S. and Lai,E.C. (2010) Dicer-independent, Ago2-mediated
microRNA biogenesis in vertebrates. Cell Cycle, 9, 4455–4460.
53. Fang,W. and Bartel,D.P. (2020) MicroRNA clustering assists
processing of suboptimal MicroRNA hairpins through the action of
the ERH protein. Mol. Cell, 78, 289–302.
54. Gu,S., Jin,L., Zhang,Y., Huang,Y., Zhang,F., Valdmanis,P.N. and
Kay,M.A. (2012) The loop position of shRNAs and pre-miRNAs is
critical for the accuracy of dicer processing in vivo. Cell, 151,
900–911.
55. Shang,R., Zhang,F., Xu,B., Xi,H., Zhang,X., Wang,W. and Wu,L.
(2015) Ribozyme-enhanced single-stranded Ago2-processed
interfering RNA triggers efficient gene silencing with fewer off-target
effects. Nat. Commun., 6, 8430.
56. Kingston,E.R. and Bartel,D.P. (2019) Global analyses of the
dynamics of mammalian microRNA metabolism. Genome Res., 29,
1777–1790.
57. Ye,J., Jin,H., Pankov,A., Song,J.S. and Blelloch,R. (2017) NF45 and
NF90/NF110 coordinately regulate ESC pluripotency and
differentiation. RNA, 23, 1270–1284.
58. Dotu,I., Adamson,S.I., Coleman,B., Fournier,C.,
Ricart-Altimiras,E., Eyras,E. and Chuang,J.H. (2018) SARNAclust:
Semi-automatic detection of RNA protein binding motifs from
immunoprecipitation data. PLoS Comput. Biol., 14, e1006078.

Downloaded from https://academic.oup.com/nar/article/50/13/7637/6633888 by The Jackson Laboratory Library user on 28 July 2022

24.

binding site in the interleukin 2 promoter. J. Biol. Chem., 269,
20682–20690.
Kao,P.N., Chen,L., Brock,G., Ng,J., Kenny,J., Smith,A.J. and
Corthesy,B. (1994) Cloning and expression of cyclosporin A- and
FK506-sensitive nuclear factor of activated T-cells: NF45 and NF90.
J. Biol. Chem., 269, 20691–20699.
Matsumoto-Taniura,N., Pirollet,F., Monroe,R., Gerace,L. and
Westendorf,J.M. (1996) Identification of novel m phase
phosphoproteins by expression cloning. Mol. Biol. Cell, 7, 1455–1469.
Brzostowski,J., Robinson,C., Orford,R., Elgar,S., Scarlett,G.,
Peterkin,T., Malartre,M., Kneale,G., Wormington,M. and Guille,M.
(2000) RNA-dependent cytoplasmic anchoring of a transcription
factor subunit during xenopus development. EMBO J., 19,
3683–3693.
Xu,Y.H., Leonova,T. and Grabowski,G.A. (2003) Cell cycle
dependent intracellular distribution of two spliced isoforms of
TCP/ILF3 proteins. Mol. Genet. Metab., 80, 426–436.
Xu,Y.H. and Grabowski,G.A. (1999) Molecular cloning and
characterization of a translational inhibitory protein that binds to
coding sequences of human acid beta-glucosidase and other mRNAs.
Mol. Genet. Metab., 68, 441–454.
Patel,R.C., Vestal,D.J., Xu,Z., Bandyopadhyay,S., Guo,W.,
Erme,S.M., Williams,B.R. and Sen,G.C. (1999) DRBP76, a
double-stranded RNA-binding nuclear protein, is phosphorylated by
the interferon-induced protein kinase, PKR. J. Biol. Chem., 274,
20432–20437.
Saunders,L.R., Perkins,D.J., Balachandran,S., Michaels,R., Ford,R.,
Mayeda,A. and Barber,G.N. (2001) Characterization of two
evolutionarily conserved, alternatively spliced nuclear
phosphoproteins, NFAR-1 and -2, that function in mRNA processing
and interact with the double-stranded RNA-dependent protein
kinase, PKR. J. Biol. Chem., 276, 32300–32312.
Duchange,N., Pidoux,J., Camus,E. and Sauvaget,D. (2000)
Alternative splicing in the human interleukin enhancer binding factor
3 (ILF3) gene. Gene, 261, 345–353.
Castella,S., Bernard,R., Corno,M., Fradin,A. and Larcher,J.C.
(2015) Ilf3 and NF90 functions in RNA biology.
Wileyinterdisciplinary reviews. RNA, 6, 243–256.
Wu,T.H., Shi,L., Adrian,J., Shi,M., Nair,R.V., Snyder,M.P. and
Kao,P.N. (2018) NF90/ILF3 is a transcription factor that promotes
proliferation over differentiation by hierarchical regulation in K562
erythroleukemia cells. PLoS One, 13, e0193126.
Guan,D., Altan-Bonnet,N., Parrott,A.M., Arrigo,C.J., Li,Q.,
Khaleduzzaman,M., Li,H., Lee,C.G., Pe’ery,T. and Mathews,M.B.
(2008) Nuclear factor 45 (NF45) is a regulatory subunit of complexes
with NF90/110 involved in mitotic control. Mol. Cell. Biol., 28,
4629–4641.
Shamanna,R.A., Hoque,M., Lewis-Antes,A., Azzam,E.I.,
Lagunoff,D., Pe’ery,T. and Mathews,M.B. (2011) The NF90/NF45
complex participates in DNA break repair via nonhomologous end
joining. Mol. Cell. Biol., 31, 4832–4843.
Gregory,R.I., Yan,K.P., Amuthan,G., Chendrimada,T., Doratotaj,B.,
Cooch,N. and Shiekhattar,R. (2004) The microprocessor complex
mediates the genesis of microRNAs. Nature, 432, 235–240.
Masuda,K., Kuwano,Y., Nishida,K., Rokutan,K. and Imoto,I.
(2013) NF90 in posttranscriptional gene regulation and microRNA
biogenesis. Int. J. Mol. Sci., 14, 17111–17121.
Damianov,A., Ying,Y., Lin,C.H., Lee,J.A., Tran,D., Vashisht,A.A.,
Bahrami-Samani,E., Xing,Y., Martin,K.C., Wohlschlegel,J.A. et al.
(2016) Rbfox proteins regulate splicing as part of a large multiprotein
complex LASR. Cell, 165, 606–619.
Singh,G., Kucukural,A., Cenik,C., Leszyk,J.D., Shaffer,S.A.,
Weng,Z. and Moore,M.J. (2012) The cellular EJC interactome reveals
higher-order mRNP structure and an EJC-SR protein nexus. Cell,
151, 750–764.
Wandrey,F., Montellese,C., Koos,K., Badertscher,L., Bammert,L.,
Cook,A.G., Zemp,I., Horvath,P. and Kutay,U. (2015) The
NF45/NF90 heterodimer contributes to the biogenesis of 60S
ribosomal subunits and influences nucleolar morphology. Mol. Cell.
Biol., 35, 3491–3503.
Li,X., Liu,C.X., Xue,W., Zhang,Y., Jiang,S., Yin,Q.F., Wei,J.,
Yao,R.W., Yang,L. and Chen,L.L. (2017) Coordinated circRNA
biogenesis and function with NF90/NF110 in viral infection. Mol.
Cell, 67, 214–227.

7654 Nucleic Acids Research, 2022, Vol. 50, No. 13

73. Jayachandran,U., Grey,H. and Cook,A.G. (2016) Nuclear factor 90
uses an ADAR2-like binding mode to recognize specific bases in
dsRNA. Nucleic Acids Res., 44, 1924–1936.
74. Altuvia,Y., Landgraf,P., Lithwick,G., Elefant,N., Pfeffer,S.,
Aravin,A., Brownstein,M.J., Tuschl,T. and Margalit,H. (2005)
Clustering and conservation patterns of human microRNAs. Nucleic
Acids Res., 33, 2697–2706.
75. Yang,J.S., Maurin,T., Robine,N., Rasmussen,K.D., Jeffrey,K.L.,
Chandwani,R., Papapetrou,E.P., Sadelain,M., O’Carroll,D. and
Lai,E.C. (2010) Conserved vertebrate mir-451 provides a platform for
Dicer-independent, Ago2-mediated microRNA biogenesis. Proc. Nat.
Acad. Sci. U.S.A., 107, 15163–15168.
76. Cifuentes,D., Xue,H., Taylor,D.W., Patnode,H., Mishima,Y.,
Cheloufi,S., Ma,E., Mane,S., Hannon,G.J., Lawson,N. et al. (2010) A
novel miRNA processing pathway independent of dicer requires
argonaute2 catalytic activity. Science, 328, 1694–1698.
77. Cheloufi,S., Dos Santos,C.O., Chong,M.M. and Hannon,G.J. (2010)
A dicer-independent miRNA biogenesis pathway that requires ago
catalysis. Nature, 465, 584–589.
78. Yang,J.S., Maurin,T. and Lai,E.C. (2012) Functional parameters of
Dicer-independent microRNA biogenesis. RNA, 18, 945–957.
79. Hutter,K., Lohmuller,M., Jukic,A., Eichin,F., Avci,S., Labi,V.,
Szabo,T.G., Hoser,S.M., Huttenhofer,A., Villunger,A. et al. (2020)
SAFB2 enables the processing of suboptimal stem-loop structures in
clustered primary miRNA transcripts. Mol. Cell, 78, 876–889.
80. Fang,W. and Bartel,D.P. (2015) The menu of features that define
primary micrornas and enable de novo design of MicroRNA genes.
Mol. Cell, 60, 131–145.
81. Auyeung,V.C., Ulitsky,I., McGeary,S.E. and Bartel,D.P. (2013)
Beyond secondary structure: primary-sequence determinants license
Pri-miRNA hairpins for processing. Cell, 152, 844–858.
82. Jee,D., Yang,J.S., Park,S.M., Farmer,D.T., Wen,J., Chou,T.,
Chow,A., McManus,M.T., Kharas,M.G. and Lai,E.C. (2018) Dual
strategies for argonaute2-mediated biogenesis of erythroid miRNAs
underlie conserved requirements for slicing in mammals. Mol. Cell,
69, 265–278.
83. Kretov,D.A., Walawalkar,I.A., Mora-Martin,A., Shafik,A.M.,
Moxon,S. and Cifuentes,D. (2020) Ago2-Dependent processing
allows miR-451 to evade the global MicroRNA turnover elicited
during erythropoiesis. Mol. Cell, 78, 317–328.
84. Wu,L. and Belasco,J.G. (2005) Micro-RNA regulation of the
mammalian lin-28 gene during neuronal differentiation of embryonal
carcinoma cells. Mol. Cell. Biol., 25, 9198–9208.
85. Bailey,T.L. (2021) STREME: accurate and versatile sequence motif
discovery. Bioinformatics, 37, 2834–2840.
86. Horstick,E.J., Jordan,D.C., Bergeron,S.A., Tabor,K.M., Serpe,M.,
Feldman,B. and Burgess,H.A. (2015) Increased functional protein
expression using nucleotide sequence features enriched in highly
expressed genes in zebrafish. Nucleic Acids Res., 43, e48.
87. Van Nostrand,E.L., Freese,P., Pratt,G.A., Wang,X., Wei,X., Xiao,R.,
Blue,S.M., Chen,J.Y., Cody,N.A.L., Dominguez,D. et al. (2020) A
large-scale binding and functional map of human RNA-binding
proteins. Nature, 583, 711–719.

Downloaded from https://academic.oup.com/nar/article/50/13/7637/6633888 by The Jackson Laboratory Library user on 28 July 2022

59. Lambert,N., Robertson,A., Jangi,M., McGeary,S., Sharp,P.A. and
Burge,C.B. (2014) RNA Bind-n-Seq: quantitative assessment of the
sequence and structural binding specificity of RNA binding proteins.
Mol. Cell, 54, 887–900.
60. Hock,J., Weinmann,L., Ender,C., Rudel,S., Kremmer,E., Raabe,M.,
Urlaub,H. and Meister,G. (2007) Proteomic and functional analysis
of Argonaute-containing mRNA-protein complexes in human cells.
EMBO Rep., 8, 1052–1060.
61. Kim,Y., Yeo,J., Lee,J.H., Cho,J., Seo,D., Kim,J.S. and Kim,V.N.
(2014) Deletion of human tarbp2 reveals cellular microRNA targets
and cell-cycle function of TRBP. Cell Rep., 9, 1061–1074.
62. Ustianenko,D., Chiu,H.S., Treiber,T., Weyn-Vanhentenryck,S.M.,
Treiber,N., Meister,G., Sumazin,P. and Zhang,C. (2018) LIN28
selectively modulates a subclass of let-7 MicroRNAs. Mol. Cell, 71,
271–283.
63. Nam,Y., Chen,C., Gregory,R.I., Chou,J.J. and Sliz,P. (2011)
Molecular basis for interaction of let-7 microRNAs with lin28. Cell,
147, 1080–1091.
64. Kawahara,Y. and Mieda-Sato,A. (2012) TDP-43 promotes
microRNA biogenesis as a component of the drosha and dicer
complexes. Proc. Nat. Acad. Sci. U.S.A., 109, 3347–3352.
65. Wu,S.L., Fu,X., Huang,J., Jia,T.T., Zong,F.Y., Mu,S.R., Zhu,H.,
Yan,Y., Qiu,S., Wu,Q. et al. (2015) Genome-wide analysis of
YB-1-RNA interactions reveals a novel role of YB-1 in miRNA
processing in glioblastoma multiforme. Nucleic Acids Res., 43,
8516–8528.
66. Kooshapur,H., Choudhury,N.R., Simon,B., Muhlbauer,M.,
Jussupow,A., Fernandez,N., Jones,A.N., Dallmann,A., Gabel,F.,
Camilloni,C. et al. (2018) Structural basis for terminal loop
recognition and stimulation of pri-miRNA-18a processing by hnRNP
a1. Nat. Commun., 9, 2479.
67. Guil,S. and Caceres,J.F. (2007) The multifunctional RNA-binding
protein hnRNP A1 is required for processing of miR-18a. Nat.
Struct. Mol. Biol., 14, 591–596.
68. Mayr,F., Schutz,A., Doge,N. and Heinemann,U. (2012) The lin28
cold-shock domain remodels pre-let-7 microRNA. Nucleic Acids
Res., 40, 7492–7506.
69. Nowak,J.S., Hobor,F., Downie Ruiz Velasco,A., Choudhury,N.R.,
Heikel,G., Kerr,A., Ramos,A. and Michlewski,G. (2017) Lin28a uses
distinct mechanisms of binding to RNA and affects miRNA levels
positively and negatively. RNA, 23, 317–332.
70. Liu,C.X., Li,X., Nan,F., Jiang,S., Gao,X., Guo,S.K., Xue,W., Cui,Y.,
Dong,K., Ding,H. et al. (2019) Structure and degradation of circular
RNAs regulate PKR activation in innate immunity. Cell, 177,
865–880.
71. Van Nostrand,E.L., Pratt,G.A., Yee,B.A., Wheeler,E.C., Blue,S.M.,
Mueller,J., Park,S.S., Garcia,K.E., Gelboin-Burkhart,C.,
Nguyen,T.B. et al. (2020) Principles of RNA processing from analysis
of enhanced CLIP maps for 150 RNA binding proteins. Genome
Biol., 21, 90.
72. Wolkowicz,U.M. and Cook,A.G. (2012) NF45 dimerizes with NF90,
zfr and SPNR via a conserved domain that has a
nucleotidyltransferase fold. Nucleic Acids Res., 40, 9356–9368.

